We report the first complete genome sequence of a Vitreoscilla filiformis strain (ATCC 15551) that is used in the cosmetic industry as Vitreoscilla ferment. The assembled genome consisted of one chromosome and two plasmids. These data will provide valuable information and important insights into the physiology of this filamentous organism.
Interestingly, the PHAST algorithm (10) revealed that the chromosome comprises 5 similar prophage loci of ca. 38 kb with no resemblance to known phages. Moreover, a 10.5-kb region that contains transporter-, permease-, and transposase-encoding genes is duplicated twice on the chromosome and once on pVF2. Two large Ͼ7-kb-long clustered regularly interspaced short palindromic repeat (CRISPR) arrays composed of 117 and 129 repeats occur on the chromosome and pVF1, respectively.
Strohl et al. (1) reported that, unlike V. stercoraria, V. filiformis uses glucose, citrate, lactate, aspartate, glutamate, succinate, or acetate as sole carbon and energy sources and nitrate (NO 3 Ϫ ) as the sole nitrogen source and is resistant to neomycin. The mining of the complete genome sequence of V. filiformis will provide insights into the physiology of the Vitreoscilla genus, facilitating control of its industrial fermentation. Accession number(s). The complete genome sequence is available in GenBank under the accession numbers CP022423 to CP022425. The version described in this paper is the first version.
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